Suppl. Table 1 . Maximum-likelihood fits of various nucleotide substitution models for the ITS2 and flanking 5.8S and 28S rDNA locus of Collyriclum faba. The sequences were trimmed relative to the shortest sequences of the alignment. The analysis involved 17 nucleotide sequences, a total of 579 positions in the final dataset. The sequences of adult C. faba from Saxicola rubetra (JQ231122) and Paramacroderoides kinsellai (HM137665) were used as outgroups. Models with the lowest Bayesian information criterion (BIC) scores are considered to describe the substitution pattern the best. For each model, the corrected Akaike information criterion (AICc) value, maximum likelihood value (lnL), and the number of parameters (including branch lengths) are also presented. Non-uniformity of evolutionary rates among sites may be modelled using a discrete Gamma distribution (+G) with five rate categories and by assuming that a certain fraction of sites are evolutionarily invariable (+I). Whenever applicable, estimates of gamma shape parameter and/or the estimated fraction of invariant sites are shown. Assumed or estimated values of transition/transversion bias (R) are also shown for each model. They are followed by nucleotide frequencies and rates of base substitutions (r) for each nucleotide pair. Relative values of instantaneous r should be considered when evaluating these. For simplicity, the sum of r values is made equal to 1 for each model. For estimating ML values, a tree topology was automatically computed. Evolutionary analyses were conducted in MEGA 5.
Model
Suppl. Table 5 . Maximum-likelihood fits of various nucleotide substitution models for the ITS2 and flanking 5.8S and 28S rDNA locus of Nanophyetidae and Paragonimidae. The sequences were trimmed relative to the shortest sequences of the alignment. The analysis involved 3 nucleotide sequences, a total of 413 positions in the final dataset. The sequence of Paragonimus kellicotti (HQ900670) was used as the outgroup. Models with the lowest Bayesian information criterion (BIC) scores are considered to describe the substitution pattern the best. For each model, the corrected Akaike information criterion (AICc) value, maximum likelihood value (lnL), and the number of parameters (including branch lengths) are also presented. Non-uniformity of evolutionary rates among sites may be modelled using a discrete Gamma distribution (+G) with five rate categories and by assuming that a certain fraction of sites are evolutionarily invariable (+I). Whenever applicable, estimates of gamma shape parameter and/or the estimated fraction of invariant sites are shown. Assumed or estimated values of transition/transversion bias (R) are also shown for each model. They are followed by nucleotide frequencies and rates of base substitutions (r) for each nucleotide pair.
Relative values of instantaneous r should be considered when evaluating these. For simplicity, the sum of r values is made equal to 1 for each model. For estimating ML values, a tree topology was automatically computed. Evolutionary analyses were conducted in MEGA 5. Abbreviations used: GTR, General Time Reversible; HKY, Hasegawa-Kishino-Yano; TN93, Tamura-Nei; T92, Tamura three-parameter; K2, Kimura two-parameter; JC, Jukes-Cantor; BIC, Bayesian information criterion; AICc, corrected Akaike information criterion; lnL, maximumlikelihood value; G, gamma distribution; I, evolutionarily invariable sites; R, transition/transversion bias; Freq., nucleotide frequencies. Models with the lowest Bayesian information criterion (BIC) scores are considered to describe the substitution pattern the best. For each model, the corrected Akaike information criterion (AICc) value, maximumlikelihood value (lnL), and the number of parameters (including branch lengths) are also presented. Non-uniformity of evolutionary rates among sites may be modelled using a discrete Gamma distribution (+G) with five rate categories and by assuming that a certain fraction of sites are evolutionarily invariable (+I). Whenever applicable, estimates of gamma shape parameter and/or the estimated fraction of invariant sites are shown. Assumed or estimated values of transition/transversion bias (R) are also shown for each model. They are followed by nucleotide frequencies and rates of base substitutions (r) for each nucleotide pair. Relative values of instantaneous r should be considered when evaluating these. For simplicity, the sum of r values is made equal to 1 for each model. For estimating ML values, a tree topology was automatically computed. Evolutionary analyses were conducted in MEGA 5. Abbreviations used: GTR, General Time Reversible; HKY, Hasegawa-Kishino-Yano; TN93, Tamura-Nei; T92, Tamura three-parameter; K2, Kimura two-parameter; JC, Jukes-Cantor; BIC, Bayesian information criterion; AICc, corrected Akaike information criterion; lnL, maximum-likelihood value; G, gamma distribution; I, evolutionarily invariable sites; R, transition/transversion bias; Freq., nucleotide frequencies. 

